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<400> 1 

atgtttcccc tgaaggacgc tgaaatggga gcctttacct tctttgcctc ggctctgcca 60 

catgatgttt gtggaagcaa tggacttcct ctcacaccaa attccatcaa aattttaggg 120 

cgctttcaaa tccttaaaac catcacccat cccagactct gccagtatgt ggatatttct 180 

aggggaaagc atgaacgact agtggtcgtg gctgaacatt gtgaacgtag tctggaagac 240 

ttgcttcgag aaaggaaacc tgtgagctgt tcaacggttt tgtgtatagc atttgaggtt 300 

cttcagggct tgcagtatat gaacaaacat ggtatagtac acagggcatt gtctcctcat 360 

aatatcctgt tggaccgaaa gggacatatt aaattggcta aatttggact ttatcacatg 420 

acagctcatg gtgatgatgt tgatttccca atagggtatc cctcgtactt ggcccctgag 480 

gtaattgcac agggaatttt caaaaccact gatcacatgc caagtaaaaa accattgcct. 540 

tctggcccca aatcagatgt atggtctctt ggaatcattt tatttgagct ttgtgtggga 600 

agaaaattat ttcagagctt ggatatttct gaaagactaa aatttttgct tactttggat 660 

tgtgtagatg acactttaat agttctggct gaagagcatg gttgtttgga cattataaag 720 

gagcttcctg aaactgtgat agatcttttg aataagtgcc ttaccttcca tccttctaag 780 

aggccaaccc cagatgaatt aatgaaggac aaagtattca gtgaggtatc acctttatat 840 

acccccttta ccaaacctgc cagtctgttt tcatcttctc tgagatgtgc tgatttaact 900 

ctgcctgagg atatcagtca gttgtgtaaa gatataaata atgattacct ggcagaaaga 960 

tctattgaag aagtgtatta cctttggtgt ttggctggag gtgacttgga gaaagagctt 1020 

gtcaacaagg aaatcattcg atccaaacca cctatctgca cactccccaa ttttctcttt 1080 

gaggatggtg aaagctttgg acaaggtcga gatagaagct cgcttttaga tgataccact 1140 

gtgacattgt cgttatgcca gctaagaaat agattgaaag atgttggtgg agaagcattt 1200 

tacccattac ttgaagatga ccagtctaat ttacctcatt caaacagcaa taatgagttg 1260 

tctgcagctg ccacgctccc tttaatcatc agagagaagg atacagagta ccaactaaat 1320 

agaattattc tcttcgacag gctgctaaag gcttatccat ataaaaaaaa ccaaatctgg 1380 

aaagaagcaa gagttgacat tcctcctctt atgagaggtt taacctgggc tgctcttctg 1440 

ggagttgagg gagctattca tgccaagtac gatgcaattg ataaagacac tccaattcct 1500 

acagatagac aaattgaagt ggatattcct cgctgtcatc agtacgatga actgttatca 1560 

tcaccagaag gtcatgcaaa atttaggcgt gtattaaaag cctgggtagt gtctcatcct 1620 
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• 



gate ttgtgt 
aataatgaag 
ttcttcttaa 
attgeat t tc 
etc tatgeca 
ttccacc tct 
gcaattcttc 
c tcttctccg 
tt ttgt tgga 
tctgacagca 
ccaaagacag 
ecaeggattt 
aaaacaccca 
aatagtgaag 
gccttcac tg 
aaagggaagg 
cacc t tgtga 
aagccaacag 



attggcaagg 
ccttggctta 
aagacaac tc 
atgatccaga 
tccc ttgg 1 1 
gggatacctt 
ageagctgeg 
atttaccaga 
c tec taaaag 
gtggaggcag 
atctgtcaag 
cagcagagga 
gcaagaaaac 
actttattcg 
cagaagggga 
tcattgtcat 
agatgaaata 
gec tcctcac 



tct tgactca 
tgcatgtatg 
acatgtaata 
gctgagtaat 
tct taccatg 
actact tggg 
ggaceggett 
aattgacatt 
tgetacttae 
aagttcggca 
agaa t cca tc 
cc tgattgac 
aaagtccagt 
tggtcacat t 
gcttacccag 
cgtggggcat 
tccaagaatc 
catcccatct 



c tt tgtgctc 
tetgetttta 
caagagtatc 
catc tcaatg 
tt tactcatg 
aat tec tctt 
ttggctaatg 
gaacgctgtg 
agacagcatg 
ccttatttc t 
ccattaaatg 
ttgtgtgagc 
aaaccaaagc 
tcaggaagca 
ggece t taca 
gtggcaaaac 
tgtattc tag 
cctcaaatat 



cattcctata 
t tcccaaata 
tgac tgtc 1 1 
agattggtt t 
tatt tccac t 
tcccattc tg 
gctt taatga 
tgagagaatc 
ctcaacc tec 
ctgc tgagtg 
ace tgaagtc 
tcacagtgac 
tec tggtggt 
tcaacattcc 
c tgctatgc t 
acacagctga 
atggtggcat 



tctaaac t tc 
cctgta taac 
c tc tcaga tg 
cattccagat 
acacaaaatt 
tat tggagta 
gtgtat tctt 
tatcaacctg 
aaageca tc t 
tccagatcc t 
agaagtatca 
aggecac ttc 
tgacatcegg 
attcagtget 
ccagaac ttc 
gtttgeaget 
taataaaata 



<210> 2 
<211> 893 
<212> PRT 

<213> homo sapiens 
<400> 2 

Met Phe Pro Leu Lys 

1 5 
Ser Ala Leu Pro His 

20 

Pro Asn Ser lie Lys 
35 

Thr His Pro Arg Leu 

50 

Glu Arg Leu Val Val 
65 

Leu Leu Arg Glu Arg 
85 

Ala Phe Glu Val Leu 

100 

Val His Arg Ala Leu 

115 

His lie Lys Leu Ala 

130 

Asp Asp Val Asp Phe 
145 

Val lie Ala Gin Gly 
165 

Lys Pro Leu Pro Ser 

180 

lie Leu Phe Glu Leu 
195 

lie Ser Glu Arg Leu 

210 

Thr Leu lie Val Leu 
225 

Glu Leu Pro Glu Thr 



Asp Ala Glu Met 
Asp Val 
lie Leu 



Cys Gin 

55 

Val Ala 
70 

Lys Pro 

Gin Gly 

Ser Pro 

Lys Phe 
135 
Pro lie 
150 

He Phe 

Gly Pro 

Cys Val 

Lys Phe 
215 
Ala Glu 
230 

Val He 



Cys Gly 

25 
Gly Arg 
40 

Tyr Val 



Glu His 

Val Ser 

Leu Gin 
105 
His Asn 
120 

Gly Leu 

Gly Tyr 

Lys Thr 

Lys Ser 
185 
Gly Arg 

200 

Leu Leu 
Glu His 
^sp Leu 



Gly Ala 
10 

Ser Asn 

Phe Gin 

Asp He 

Cys Glu 
75 

Cys Ser 
90 

Tyr Met 

He Leu 

Tyr His 

Pro Ser 
155 
Thr Asp 
170 

Asp Val 

Lys Leu 

Thr Leu 

Gly Cys 
235 
Leu Asn 



Phe Thr Phe 

Gly Leu Pro 
30 

He Leu Lys 
45 

Ser Arg Gly 

60 

Arg Ser Leu 

Thr Val Leu 

Asn Lys His 
110 

Leu Asp Arg 
125 

Met Thr Ala 
140 

Tyr Leu Ala 
His Met Pro 

Trp Ser Leu 

190 

Phe Gin Ser 

205 
Asp Cys Val 

220 

Leu Asp lie 
Lys Cys Leu 



Phe Ala 
15 

Leu Thr 

Thr He 

Lys His 

Glu Asp 
80 

Cys He 
95 

Gly He 

Lys Gly 

His Gly 

Pro Glu 
160 
Ser Lys 

175 

Gly He 

Leu Asp 

Asp Asp 

He Lys 
240 
Thr Phe 



1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2682 
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245 250 255 

His Pro Ser Lys Arg Pro Thr Pro Asp Glu Leu Met Lys Asp Lys Val 

260 265 270 

Phe Ser Glu Val Ser Pro Leu Tyr Thr Pro Phe Thr Lys Pro Ala Ser 

275 280 285 

Leu Phe Ser Ser Ser Leu Arg Cys Ala Asp Leu Thr Leu Pro Glu Asp 

290 295 300 

lie Ser Gin Leu Cys Lys Asp lie Asn Asn Asp Tyr Leu Ala Glu Arg 
305 310 315 320 

Ser lie Glu Glu Val Tyr Tyr Leu Trp Cys Leu Ala Gly Gly Asp Leu 

325 330 335 

Glu Lys Glu Leu Val Asn Lys Glu lie lie Arg Ser Lys Pro Pro lie 

340 345 350 

Cys Thr Leu Pro Asn Phe Leu Phe Glu Asp Gly Glu Ser Phe Gly Gin 

355 360 365 

Gly Arg Asp Arg Ser Ser Leu Leu Asp Asp Thr Thr Val Thr Leu Ser 

370 375 380 

Leu Cys Gin Leu Arg Asn Arg Leu Lys Asp Val Gly Gly Glu Ala Phe 
385 390 395 400 

Tyr Pro Leu Leu Glu Asp Asp Gin Ser Asn Leu Pro His Ser Asn Ser 

405 410 415 

Asn Asn Glu Leu Ser Ala Ala Ala Thr Leu Pro Leu lie lie Arg Glu 

420 425 430 

Lys Asp Thr Glu Tyr Gin Leu Asn Arg lie lie Leu Phe Asp Arg Leu 

435 440 445 

Leu Lys Ala Tyr Pro Tyr Lys Lys Asn Gin lie Trp Lys Glu Ala Arg 

450 455 460 

Val Asp lie Pro Pro Leu Met Arg Gly Leu Thr Trp Ala Ala Leu Leu 
465 470 475 480 

Gly Val Glu Gly Ala lie His Ala Lys Tyr Asp Ala lie Asp Lys Asp 

485 490 495 

Thr Pro lie Pro Thr Asp Arg Gin lie Glu Val Asp lie Pro Arg Cys 

500 505 510 

His Gin Tyr Asp Glu Leu Leu Ser Ser Pro Glu Gly His Ala Lys Phe 

515 520 525 

Arg Arg Val Leu Lys Ala Trp Val Val Ser His Pro Asp Leu Val Tyr 

530 535 540 

Trp Gin Gly Leu Asp Ser Leu Cys Ala Pro Phe Leu Tyr Leu Asn Phe 
545 550 555 560 

Asn Asn Glu Ala Leu Ala Tyr Ala Cys Met Ser Ala Phe lie Pro Lys 

565 570 575 

Tyr Leu Tyr Asn Phe Phe Leu Lys Asp Asn Ser His Val lie Gin Glu 

580 585 590 

Tyr Leu Thr Val Phe Ser Gin Met lie Ala Phe His Asp Pro Glu Leu 

595 600 605 

Ser Asn His Leu Asn Glu lie Gly Phe lie Pro Asp Leu Tyr Ala lie 

610 615 620 

Pro Trp Phe Leu Thr Met Phe Thr His Val Phe Pro Leu His Lys lie 
625 630 635 640 

Phe His Leu Trp Asp Thr Leu Leu Leu Gly Asn Ser Ser Phe Pro Phe 

645 650 655 

Cys He Gly Val Ala He Leu Gin Gin Leu Arg Asp Arg Leu Leu Ala 

660 665 670 

Asn Gly Phe Asn Glu Cys He Leu Leu Phe Ser Asp Leu Pro Glu He 

675 680 685 

Asp He Glu Arg Cys Val Arg Glu Ser He Asn Leu Phe Cys Trp Thr 





690 



695 



700 



Pro Lys Ser Ala Thr Tyr Arg Gin His Ala Gin Pro Pro Lys Pro Ser 
705 710 715 720 

Ser Asp Ser Ser Gly Gly Arg Ser Ser Ala Pro Tyr Phe Ser Ala Glu 

725 730 735 

Cys Pro Asp Pro Pro Lys Thr Asp Leu Ser Arg Glu Ser lie Pro Leu 

740 745 750 

Asn Asp Leu Lys Ser Glu Val Ser Pro Arg lie Ser Ala Glu Asp Leu 

755 760 765 

lie Asp Leu Cys Glu Leu Thr Val Thr Gly His Phe Lys Thr Pro Ser 

770 775 780 

Lys Lys Thr Lys Ser Ser Lys Pro Lys Leu Leu Val Val Asp He Arg 
785 790 795 800 

Asn Ser Glu Asp Phe He Arg Gly His He Ser Gly Ser He Asn He 

805 810 815 

Pro Phe Ser Ala Ala Phe Thr Ala Glu Gly Glu Leu Thr Gin Gly Pro 

820 825 830 

Tyr Thr Ala Met Leu Gin Asn Phe Lys Gly Lys Val He Val He Val 

835 840 845 

Gly His Val Ala Lys His Thr Ala Glu Phe Ala Ala His Leu Val Lys 

850 855 860 

Met Lys Tyr Pro Arg He Cys He Leu Asp Gly Gly He Asn Lys He 
865 870 875 880 

Lys Pro Thr Gly Leu Leu Thr He Pro Ser Pro Gin He 



885 



890 



4 



